A Gram-stain-positive, catalase-positive, facultatively anaerobic, non-motile, coryneform bacterium, designated strain 32 T , was isolated from a closed pus sample from a patient having finger necrosis in Korea. Strain 32 T was considered as representing a novel species according to its initial identification by matrix-assisted laser desorption/ionization-time-of-flight MS. Phylogenetic analysis based on 16S rRNA gene sequences revealed that strain 32 T belonged to the genus Dermabacter and was closely related to Dermabacter hominis DSM 7083 T (=ATCC 49369 T ) (98.34 % similarity). Optimal growth was observed at 30-40 C and pH 7. Growth occurred in the presence of 0-6 % (w/v) NaCl. Menaquinones MK-8, MK-7 and MK-9 were the major respiratory quinones. The major polar lipids were phosphatidylethanolamine, phosphatidylcholine, glycolipid and two unknown lipids. The major cellular fatty acids were anteiso-C 17 : 0 , anteiso-C 15 : 0 , iso-C 16 : 0 and iso-C 15 : 0 . The DNA G+C content of strain 32 T was 62.58 mol%, and the mean level of DNA-DNA relatedness between strain 32 T and D. hominis ATCC 49369 T was 49±1.6 %. Based on the phenotypic and genotypic characteristics, strain 32 T is confirmed to represent a novel species of the genus Dermabacter, for which the name Dermabacter jinjuensis sp. nov. is proposed. The type strain is 32 T (=NCCP 16133 T =DSM 101003 T ).
The genus Dermabacter and its only known species, Dermabacter hominis, were first proposed by Jones & Collins (1988) . Although the Special Bacteriology Reference Laboratory at the Centers for Disease Control and Prevention (CDC) also proposed new coryneform bacteria as CDC groups 3 and 5 (Hollis, 1992) , they were assigned to the genus Dermabacter based on 16S rRNA gene sequencing (Funke et al., 1994) and recognized to represent D. hominis by DNA-DNA hybridization (Gruner et al., 1994) . D. hominis is a relatively rare pathogen and is infrequently isolated from clinical specimens, including blood cultures, abscesses, wounds, bone, eye and joint fluid (Bavbek et al., 1998; Gómez-Garc es et al., 2001; Radtke et al., 2001) . Recently, infection caused by this pathogen has also been reported in Korea (Lee et al., 2011) . In this report, we describe a novel species of the genus Dermabacter.
Strain 32 T was isolated from closed pus of a patient having finger necrosis in a tertiary hospital located in Jinju,
The GenBank/EMBL/DDJB accession number for the 16S rRNA gene sequence of strain 32 T is KT036432.
One supplementary figure is available with the online Supplementary Material. South Korea (35 10¢ 35 † N 128 5¢ 44 † E) . The strain was grown on a 5 % sheep blood agar plate (BAP) at 37 C for 24 h and stored at À70 C in a 10 % glycerol solution. Initial identification was performed using matrix-assisted laser desorption/ionization-time-of-flight MS with the MALDI Biotyper software (Bruker). Tests were performed in triplicate using different colonies, and the identification result scores were in the range 1.7-1.9 with the closest species D. hominis. As scores lower than 2.0 indicate a low confidence of identification, this strain was considered to represent a novel species.
Gyeongsangnam
For phylogenetic analysis, genomic DNA was extracted using a DNeasy Blood & Tissue kit (Qiagen). The 16S rRNA gene was amplified by PCR with the universal primers 27f (5¢-AGAGTTTGATCCTGGCTCAG-3¢) and 1492r (5¢-TACGGYTACCTTGTTACGACTT-3¢) (Lane, 1991) . The product was purified using a QIA quick PCR purification kit (Qiagen) and sequenced. Levels of 16S rRNA gene sequence similarity were calculated by comparing with sequences on the EzTaxon server (http://www.eztaxon.org/) (Chun et al., 2007) . Phylogenetic trees were reconstructed using the neighbour-joining (Saitou & Nei, 1987) and maximum-likelihood (Felsenstein, 1981) methods with MEGA 5.0 (Tamura et al., 2011) . Bootstrap values were calculated on the basis of 1000 replications in order to assess the robustness of the branches. The phylogenetic trees are shown in Fig. 1 . Phylogenetic trees were also reconstructed using MAGALIGN software (DNAstar) and the results were coincident. The 16S rRNA sequence of strain 32 T showed highest similarity (98.34 %) to D. hominis DSM 7083 T (=ATCC 49369 T ), followed by the type strains of Helcobacillus massiliensis (96.67 %), Devriesea agamarum (96.33 %) and species of the genus Brachybacterium (<96 %) ( Fig. 1) .
Cell morphology was observed by scanning electron microscopy (EVOLS 10; Zeiss). Samples were prepared according to a previously reported protocol . Motility was determined by the hanging-drop method (Skerman, 1967) . Gram staining was performed using Gram stain kits (BD), and the catalase test was carried out by adding 3 % hydrogen peroxide solution to the bacterial culture on a slide. D. hominis ATCC 49369 T was obtained from the American Type Culture Collection (ATCC) and used as the reference strain. Strain 32 T was a Gram-stain-positive, catalase-positive, non-motile, coryneform-like coccobacillus bacterium (Fig. 2 ). Colonies were greyish white with a size of 0.5-1 mm on BAP.
Growth was determined at different temperatures (4, 10, 15, 20, 25, 30, 35, 37, 40 and 45 C) on BAP. Anaerobic growth was observed at 37 C using the GasPak EZ system (BD). NaCl tolerance (0-10 %, w/v, at intervals of 1 % NaCl) and the effects of various pH values (pH 4-12, with intervals of 1 pH unit) were tested on tryptic soy agar (TSA). For analysis of biochemical and enzymatic characteristics, the API CORYNE, API 20E, API 50CH and VITEK 2 GP kits (bioM erieux) were used, following the manufacturer's instructions. Although growth of strain 32 T was observed at 20-45 C and pH 5-12, the optimal conditions were 30-40 C and pH 7 (Table 1 ). Strain 32 T was able to grow anaerobically and exhibited a tolerance range for NaCl of 0-6 % (w/v).
The G+C content was determined by HPLC of the nucleosides, as described by Mesbah et al. (1989) . For analysis of the cellular fatty acids, cell mass was obtained from cultures grown on TSA at 37 C. Fatty acids were extracted and identified according to the standard protocol of the Microbial Identification System (Sherlock Version 6.1; MIDI database: TSBA6). The G+C content of strain 32 T was 63.16 mol% and the major fatty acids were anteiso-C 17 : 0 (29.66 %), anteiso-C 15 : 0 (28.46 %), iso-C 16 : 0 (14.26 %) and iso-C 15 : 0 (10.78 %) ( Table 2) .
Major polar lipids were analysed at MicroID, Daejeon, Korea. Polar lipids were extracted and separated by twodimensional TLC (Minnikin et al., 1979) . Molybdatophosphoric acid, molybdenum blue, a-naphthol, ninhydrin and Dragendorff's reagent were used to detect total lipids, phospholipids, glycolipids, aminolipids and choline-containing phospholipids, respectively ( Fig. S1 , available in the online Supplementary Material). Respiratory quinones were extracted and analysed by HPLC according to the method of Collins et al. (1977) . The major polar lipids of strain 32 T were phosphatidylethanolamine, phosphatidylcholine, glycolipid, two unknown lipids and an unknown phospholipid. Menaquinones MK-8, MK-7 and MK-9 were the major quinones (Table 1) . DNA-DNA hybridization was performed in duplicate by the fluorometric microwell method (Ezaki et al., 1989) . The mean level of DNA-DNA relatedness between strain 32 T and D. hominis ATCC 49369 T was 
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Brachybacterium muris C3H-21 T (AJ537574) The type strain, 32 T (=NCCP 16133 T =DSM 101003 T ), was isolated from a clinical specimen in a tertiary hospital located in Jinju, Gyeongsangnam-do, South Korea. The DNA G+C content of the type strain is 62.58 mol%. 
